RESULT 5 
AAW08697 

ID AAW8697 st andard; protein; 469 AA. 

AC AAW88697; 

DT 15- J UN- 2007 (revised) 
DT 31 - IVAR- 1 999 (f i rst ent ry) 



XX 



pyl or i GHPO 663 pr ot ei n. 



XX 

KW GHPO protein; Helicobacter infection; gast r oduodenal disease; gastritis; 

KW peptic ulcer disease; BGMD_PC; ATP synt hase F1 , subuni t beta (atpD); 

KW ATP synthase F1 , subuni t beta ( at pD) [Helicobacter pylori 26695]; 

KW ATP synt hase subuni t B; 

KW ATP synt hase subuni t B [ Hel i cobact er pylori 26695]; Q0166; 005524; 

KW 003754; QO3810; 003811; 003553; QO15078; 0015986; 0015992; 0016020; 

KW 0016021; 0016469; 0016787; 0017111; 0042777; 0045261; QC46872; QC46933; 

KW 0046961. 
XX 

03 Hel i cobact er pyl or i . 

PN WJ9843478- A1 . 
XX 

PD 08- OCT- 1998. 

PF 01 -APR- 1998; 98WO US006371 . 

PR 01 -APR- 1997; 97US- 00833457. 

PR 24- J UN- 1997; 97US- 00881 227. 

PR 29- JUL- 1997; 97US- 0090261 5. 

PA ( I NIVR ) IVERI EUX ORAVAX PASTEUR IvERI EUX SERUIvB. 

PA ( HUlvA- ) HUM\N GENOVE SCI I NC. 

PI Kl eant hous H, Al - Gar awi A, M I I er C, Torrb J, Comen RP; 

DR Wl ; 1998-542293/46. 

DR N-PSDB; AAX14416. 

DR PC: NCBI ; gi 2493023. 

DR PCSWSSPROT; P55988. 

DR PC: Bl ND; 18005, 18396. 
XX 

PT New isolated Helicobacter polynucleotides - used to develop products for 

PT the diagnosis, prevention and treatment of Helicobacter infections and 

PT gastrointestinal diseases. 
XX 

PS Q ai m 8; Page 1 456- 1 458; 2054pp; English. 
XX 

CC This sequence represents a Helicobacter pylori GHPO protein of the 

CC invention. The polypeptides can be used for preventing or treating 

CC Helicobacter infections, and gast r oduodenal diseases associated with 

CC these infections, including acute, chronic, and atrophic gastritis, and 

CC peptic ulcer diseases, e.g. gastric and duodenal ulcers. They can also be 

CC used for the production of antibodies. The products can also be used for 

CC detection and diagnosis 
CC 

CC Revised record issued on 15- J UN- 2007 : Enhanced with precorrputed 

CC i nf or mat i on f r om BOND. 

XX 

SQ Sequence 469 AA; 



Query IVatch 



80.1% Score 1894; DB 1; Length 469; 
Page 1 



10595909 

Best Local Si nri I ar i t y 79. 5% 

Matches 369; Conservative 36; Msmatches 59; I ndel s 0; Gaps 0; 



Cy 




IVLAjtI cUVHtv VUVUrlNIUYLrUI INItAI V Vl\r Lonj\r\nr\l_ VLtVAAnLljJINIriVril I AIVU 

I :| I I I I I I I I I I :| I I I I I I : :| I I I : I I I I I I I I I I I I I I I I I I 
MEGKI I GVLGPWDVEFESYLPAI FEALDI NFEVNGVQKSL VL EVAAHLGGNRVFIAI AMD 










Cy 




Ml LKjL Vr9j_r\AtAI_ijArl oVr VijzlWHjril rrMVIUJLI UtUztl orUr\r\V\AI nnUrrArt 

l|:|||| :| I I I I I I I : I I I I I I I I I : II I : I III |:|| 
MTEGLVRNGVI KARGKM EVPVGEEVLGRI FNWGESI DNLEPLKPSLTWI HRKAPSFE 










Cy 




UUo I r\otl rtlUI rWVULLAr YArUJJ\Vci_rljcrtljVlj\ I VI I IVtLI nlWArrxnoijYoVrA 

1 1 1 1 :| :| 1 1 1 1 1 1 :| 1 1 1 1 1 :| 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 :| 1 :| 1 1 1 1 1 
GQSTKTEVFETGI KVI DLLAPYSKGGKVGLFGGAGVGKTVI 1 IvELI HNVAYKHNGYSVFA 










Cy 




UVljzril ritljNlUL YI\tlVr^tol\VLUr^VALUYcLJVI\trrl>\rt\r(l AL 1 U_ 1 IVAt Y r nUtlVLx. U 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 III 

GVGERTREGAIDLYFE^EGGVLDKVALCYG<3vNEPPGARNRI AFTGLTMAEYFRDEKGLD 










Cy 




VLIVrl UINII rnroUooDtlVCiALLcril roAVijYLJ^ 1 LAotlVLrxrLJznl 1 o 1 r\rvjDl 1 ovUHV 

: : : i 1 1 1 1 1 1 1 1 1 1 |||| |||| III lllllllll 
VLVFI DNI F RYAQSGAEMSAL L GRI PSAVGYQPTLAGEM3KLQERI ASTKNGSI TSVCAV 










Gy 


301 


YVPADDLTDPAPATVFAHL DATTVL NRAI AEKGI YPAVDPL DSTSRIvL DPNI 1 GEEHYKV 

1 1 1 1 1 1 1 1 1 1 1 1 1 :| 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 :| 1 :| 1 1 M 1 :| 
YVPADDLTDPAPASVFAHL DATTVL NRKI AEKGI YPAVDPL DSTSRI LSPCM GEKHYEV 


360 


Db 


304 


363 


Gy 


361 


ARGVQS VL QKYKDL GDI 1 Al LGMDELSEEDKLWERARKI EKFLSQPFFVAEVFTGSPGK 

1 1 :| 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 :| 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 
ATGI CGVL QKYKDL GDI 1 Al LGLDELSEEDKKTVERARKI EKFLSQPFFVAEVFTGSPGK 


420 


Db 


364 


423 


Gy 


421 


Yl SLEDTI AGFKGI LEGKYDHLPENAFYIWGMI DEAI AKADKLK 464 
|::|::|: II 1 1 1 1 1 1 1 1 1 : 1 1 1 1 1 1 1 1 1 : 1 1 : II :| 
YVTLQETLEGFGGI LEGKYDHI PENAFYIWGSI QEVLEKAKNIVK 467 




Db 


424 
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